Summary -The polymorphism of 10 enzyme systems in wild cherry (Prunus avium L.) was analysed using vertical polyacrylamide gel electrophoresis (AMY, GOT, ME) and isoelectrofocusing (ACP, IDH, LAP, MDH, PGM, SDH, TO) on 286 wild cherries. The products of around 41 loci could be distinguished in these systems, 13 of which displayed polymorphism. The genetics of 7 isozyme loci have been studied using 8 fullsib families: acp1, lap1, sdh1 and mdh1 functioned as monomers, and got1, idh1 and me1 were active as dimers. 
.
The gametophytic incompatibility S locus is polymorphic with at least 6 alleles, among sweet cherry cultivars (Crane and Brown, 1937) , as well as among wild cherry (Berger, 1963, Santi, unpublished data), but it is necessary to make crosses for the genotype determination. Treutter and Feucht (1985) showed differences in phenolic composition among P avium clones. Phenolic compounds are potentially valuable genetic markers for breeding programmes and population genetic studies, since they may be linked directly to economically important traits (Doumanjou and Marigo, 1978; Friend, 1985) and involve regulator genes (Vernet et al, 1986 (1983) . Some knowledge is now available on P avium enzyme variability. Feucht and Schmid (1985) showed protein and peroxidase banding pattern differences among P avium clones. (Pasteur et al, 1987) , so the observed pgm 1 and got2 phenotypes in P avium do not differ from the usual patterns, and therefore the proposed inheritance hypotheses are the most likely. TO isozymes are not usually monomers (Pasteur et al, 1987) 
